Fig. S1
Lr34res induces a multiple stress response in rice. (a) Venn diagram showing number of genes of the 'Lr34res-responsive core gene set' that were found to be differentially expressed by biotic and/or abiotic stress in a rice meta-analysis (Shaik & Ramakrishna, 2014) . (b) Semi quantitative RT-PCR of known stress-responsive genes. Most of these genes are not or only very weakly expressed in the sib line in a stress-free environment but they are strongly induced in the Lr34res-containing rice line 19. 19sib-1, 19sib-2 and 19sib-3 represent three independent biological replicates of 19sib whereas 19-1, 19-2 and 19-3 are three independent biological replicates of line 19. OsLEA3-1 = late embryogenesis abundant 3-1; OsMIOX = myo-inositol oxygenase; OsEFA27 = caleosin; salT = salt stress-induced; OsICL = isocitrate lyase; OsMS; malate synthase; OsRSs1 = sucrose synthase-1 (reference gene) (Wang et al., 1992) . (c) Quantitative RT-PCR expression analysis of the stress-responsive genes OsCHIT8, OsRCI2-5, OsASR1, OsBBTI4 and OsRNS4. RT-qPCRs were done on plants of the Lr34res-expressing rice line 19 and its sib 19sib. Relative fold changes (19sib was set to 1) and P-values (Student's t-test on log10 transformed expression values) are indicated. Three biological replicates were used, mean ± SEM. Details on the function of the genes used in (b) and (c) are given in Table S3 . and 19 compared to the Lr34sus line 131. RNA was extracted from at least 10 pooled coleoptiles. n = 3 technical replicates, mean ± SEM. A primer pair amplifying both Lr34 alleles was used in the upper panel and a Lr34res-specific primer pair was used in the lower panel. (b) RT-qPCR for Lr34 and the Lr34res-responsive genes OsRCI2-5, OsRNS4 and CHIT8 on four-week-old rice seedlings of lines 19, 131 and 131sib. n = 4 biological replicates, mean ± SEM, letters indicate lines with similar expression levels (P > 0.05; Tukey's honest significance test). These genes were chosen because they have a known function in stress tolerance (see Table S3 ) (c) Full-length cDNA amplification of the Lr34sus allele in line 131. The expected fragment size was 4,321bp. The integrity of the Lr34sus full-length cDNA was verified by sequencing. (d) Southern blot showing copy number in line 131. A probe for the selectable marker gene HPT was used (Risk et al., 2013) . (Frandsen et al., 1996) LOC_Os07g34520 OsICL isocitrate lyase 12.2 Increased expression after dehydration (Maruyama et al., 2014) LOC_Os04g40990 OsMS malate synthase 6.5 Increased expression after dehydration (Maruyama et al., 2014) LOC_Os01g24710 salT jacalin-like lectin domain containing protein 7.0 Responsive to drought stress (Claes et al., 1990) LOC_Os01g72900 OsASR1 ABA-, stressand ripeninginduced 2.5 Increased expression after drought stress (Perez-Diaz et al., 2014) LOC_Os06g51060 RC24/CHIT8 chitinase 4.6 Enhanced stripe rust resistance in transgenic wheat (Huang et al., 2013) LOC_Os01g03340 BBTI4 Bowman-Birk type bran trypsin inhibitor 6.1 Conferred partial, broad-spectrum resistance against bacterial blight in transgenic rice (Pang et al., 2013) 1) Fold change (FC) is represented as the average of the two independent transgenic lines 5 and 16 at seedling and adult plant stages. Table S4 . Comparison of the 'Lr34res-responsive core gene set' to a microarray study of seven-day-old rice seedlings incubated in solutions of 100 µM abscisic acid (ABA), 100 µM salicylic acid (SA), 100 µM jasmonic acid (JA), 50 µM benzyl aminopurine (BAP; cytokinin), 50 µM indole-3-acetic-acid (IAA; auxin) or 100 µM 1-aminocyclopropane-1-carboxylic acid (ACC; ethylene derivative) (Garg et al., 2012) . In total 4,171 hormoneresponsive genes were identified. 80 (79 up-regulated and 1 down-regulated) of the 159 Lr34res-responsive core genes were present in this list of 4,171 hormone-responsive genes. The numbers in the table list the number of genes (out of 80) that were responsive to the respective hormone. A relative quality score was assigned as following: If a gene of the 80 Lr34res-responsive core genes was differentially expressed by the respective hormone in the hormone study with the same direction (up-or down-regulated) it was given the score +1. If a gene of the 80 Lr34res-responsive core genes was not differentially expressed in the hormone study or differentially expressed in the opposite direction it was given the score -1. The relative quality score was calculated as the sum of the individual ratings. A score of 80 indicates perfect correlation between the two data sets whereas a score of -80 indicates no correlation. (Kakei et al., 2015) . DEG = differentially expressed genes. 'DEG with rice orthologs' lists the Brachypodium genes that had a clear ortholog in rice.
* Number of genes expected to be found in the 'Lr34res-responsive core gene set' if there were no enrichment for a particular hormone. The values were calculated based on the number of 'DEG with rice orthologs' and the total number of genes (19,399) identified in the hormone study (Kakei et al., 2015) . For example, 409 DEG for ABA represent 2.1% of the total genes. 2.1% of 159 Lr34res-responsive genes correspond to 3.35 genes that would be expected in the 'Lr34res-responsive core gene set' by chance. The p-value was calculated based on the expected and observed genes using a Chi-square test. Table S6 . P-values of the generalized linear analysis based on the leaf sheath assay shown in Fig. 5c . P-values < 0.05 are marked in grey.
